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1) TET/JBP pathways and BaseJ synthesis
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4) DNA base modification with PP-loop domain
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5) Potential DNA base modification involving ABC ATPase domain
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6) SAM synthetase/decarboxylase, Dcm/Dam, COOH-NH , Aig2-containing neighborhoods2
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Croceibacter phage P2559S
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7) α-glutamylthymine, α-putrescinylthymine biosynthesis
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